Key indicators: single-crystal X-ray study; T = 100 K; mean (C-C) = 0.002 Å; R factor = 0.045; wR factor = 0.118; data-to-parameter ratio = 18.8. organic compounds o2268 Ramalingan et al.
In the title compound, C 26 H 27 ClN 2 O, the piperidine ring has a chair conformation and all of the ring substituents at Csp 3 atoms occupy equatorial positions. The dihedral angle formed between the phenyl rings is 48.11 (9) . The chlorobenzene ring occupies a position orthogonal to the methoxy(methylidene)amine residue [N-O-C-C torsion angle = À87. 90 (15) ]. The conformation about the imine C N bond [1.278 (2) Å ] is E, and the chloro substituent is anti to the piperidine N atom. Helical supramolecular chains along [010] are sustained by C-HÁ Á Á interactions in the crystal packing.
Related literature
For the biological activity of molecules having a 2,6-diarylpiperidine core, see: Ramachandran et al. (2011) ; Ramalingan et al. (2004) . For the structure of the bromo derivative, see: Ramalingan et al. (2012) . For the synthesis, see: Ramalingan et al. (2006 Table 1 Hydrogen-bond geometry (Å , ).
Cg1 and Cg2 are the centroids of the C1-C6 and C15-C20 rings, respectively.
Data collection: CrysAlis PRO (Agilent, 2012); cell refinement: CrysAlis PRO; data reduction: CrysAlis PRO; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008) ; program(s) used to refine structure: SHELXL97 (Sheldrick, 2008) ; molecular graphics: ORTEP-3 for Windows (Farrugia, 1997) and DIAMOND (Brandenburg, 2006) ; software used to prepare material for publication: publCIF (Westrip, 2010) . supplementary materials Acta Cryst. (2012) . E68, o2268 [doi:10.1107/S1600536812028899] (4E)-N-[(2-Chlorophenyl)methoxy]-1,3-dimethyl-2,6-diphenylpiperidin-4-imine Chennan Ramalingan, Seik Weng Ng and Edward R. T. Tiekink Comment A diverse range of molecules possessing a 2,6-diarylpiperidine core exhibit potent biological activities (Ramachandran et al., 2011; Ramalingan et al., 2004) . In a wide search program towards generating efficient biological agents, the title compound, (I), was synthesized (Ramalingan et al., 2006) . Herein, the crystal and molecular structure of (I) is described.
In (I), Fig. 1 , the piperidine ring has a chair conformation and all of the ring-substituents occupy equatorial positions. In the bromo derivative (Ramalingan et al., 2012) all but the N-bound substituent, which occupies a bisectional position, also occupy equatorial positions, in accord with (I). The dihedral angle formed between the C15-C20 and C21-C26 phenyl rings is 48.11 (9)°, and each forms a dihedral angle of 64.68 (8) and 72.57 (9)°, respectively, with the chlorobenzene ring, which occupies a position orthogonal to the methoxy(methylidene)amine residue as seen in the N1-O1-C7-C6 torsion angle of -87.90 (15)°. The conformation about the imine C8═N1 bond [1.278 (2) Å] is E. The chloro substituent is anti to the piperidine-N atom.
In the crystal packing, helical supramolecular chains along [0 1 0] are sustained by C-H···π interactions, Fig. 2 and Table 1 . These assemble into a three-dimensional architecture without specific intermolecular interactions between the chains, Fig. 3 .
Experimental
For full details of the synthesis, refer to Ramalingan et al. (2006) . Re-crystallization was performed by slow evaporation of an ethanolic solution of (I) which afforded colourless crystals. M.pt: 361-362 K.
Refinement
Carbon-bound H-atoms were placed in calculated positions [C-H = 0.95-0.99 Å, U iso (H) = 1.2-1.5U eq (C)] and were included in the refinement in the riding model approximation. Owing to poor agreement, two reflections, i.e. (0 1 0) and
(1 2 10), were omitted from the final refinement.
Computing details
Data collection: CrysAlis PRO (Agilent, 2012); cell refinement: CrysAlis PRO (Agilent, 2012); data reduction: CrysAlis PRO (Agilent, 2012); program(s) used to solve structure: SHELXS97 (Sheldrick, 2008) ; program(s) used to refine structure: SHELXL97 (Sheldrick, 2008) ; molecular graphics: ORTEP-3 for Windows (Farrugia, 1997) and DIAMOND (Brandenburg, 2006) ; software used to prepare material for publication: publCIF (Westrip, 2010) .
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Figure 1
The molecular structure of (I) showing the atom-labelling scheme and displacement ellipsoids at the 50% probability level. Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > σ(F 2 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger.
Figure 2

Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 )
x y z U iso */U eq Cl1 0.76604 (2) 0.38812 (7) 0.564062 (15) N2 0.0207 (7) 0.0217 (7) 0.0205 (7) 0.0014 (6) 0.0030 (5) 0.0023 (6) C1 0.0201 (8) 0.0235 (9) 0.0254 (8) −0.0021 (7) 0.0002 (6) −0.0009 (7) C2 0.0303 (10) 0.0243 (10) 0.0293 (9) 0.0004 (7) −0.0023 (7) 0.0061 (8) C3 0.0324 (10) 0.0208 (9) 0.0302 (9) −0.0057 (7) 0.0029 (7) 0.0031 (8) C4 0.0230 (9) 0.0264 (9) 0.0271 (9) −0.0069 (7) 0.0005 (7) −0.0020 (8) C5 0.0224 (9) 0.0249 (9) 0.0182 (8) −0.0005 (7) 0.0002 (6) 0.0003 (7) C6 0.0230 (8) 0.0215 (9) 0.0154 (7) −0.0013 (6) 0.0042 (6) −0.0005 (7) C7 0.0275 (9) 0.0259 (10) 0.0222 (8) −0.0054 (7) 0.0000 (7) 0.0034 (7) C8 0.0211 (9) 0.0205 (9) 0.0264 (9) −0.0034 (7) 0.0036 (7) 0.0053 (7) C9 0.0264 (9) 0.0273 (10) 0.0256 (9) 0.0020 (7) 0.0088 (7) 0.0045 (7) C10 0.0217 (9) 0.0226 (9) 0.0211 (8) −0.0029 (7) 0.0017 (6) −0.0015 (7) C11 0.0178 (8) 0.0231 (9) 0.0230 (8) −0.0016 (6) 0.0020 (6) 0.0004 (7) C12 0.0191 (8) 0.0241 (9) 0.0238 (8) −0.0010 (7) 0.0033 (6) 0.0025 (7) C13 0.0287 (10) 0.0310 (10) 0.0266 (9) 0.0065 (8) 0.0058 (7) 0.0053 (8) C14 0.0345 (10) 0.0281 (10) 0.0244 (9) 0.0041 (8) 0.0057 (7) 0.0051 (8) C15 0.0237 (9) 0.0211 (9) 0.0194 (8) −0.0012 (7) 0.0041 (6) 0.0016 (7) C16 0.0292 (9) 0.0235 (9) 0.0187 (8) −0.0060 (7) 0.0047 (7) −0.0001 (7) C17 0.0384 (11) 0.0199 (9) 0.0255 (9) 0.0007 (7) 0.0129 (7) −0.0006 (7) C18 0.0287 (10) 0.0285 (10) 0.0275 (9) 0.0063 (7) 0.0092 (7) 0.0026 (8) C19 0.0229 (9) 0.0339 (10) 0.0309 (9) −0.0002 (7) 0.0008 (7) −0.0027 (8) C20 0.0251 (9) 0.0260 (9) 0.0295 (9) −0.0011 (7) 0.0031 (7) −0.0078 (8) C21 0.0223 (9) 0.0219 (9) 0.0213 (8) 0.0037 (7) 0.0018 (6) 0.0038 (7) C22 0.0309 (10) 0.0261 (10) 0.0286 (9) −0.0006 (7) 0.0069 (7) 0.0043 (8) Hydrogen-bond geometry (Å, º) Cg1 and Cg2 are the centroids of the C1-C6 and C15-C20 rings, respectively. 
